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Abstract
Background: hAT elements and V(D)J recombination may have evolved from a common ancestral
transposable element system. Extrachromosomal, circular forms of transposable elements
(referred to here as episomal forms) have been reported yet their biological significance remains
unknown. V(D)J signal joints, which resemble episomal transposable elements, have been
considered non-recombinogenic products of V(D)J recombination and a safe way to dispose of
excised chromosomal sequences. V(D)J signal joints can, however, participate in recombination
reactions and the purpose of this study was to determine if hobo and Hermes episomal elements
are also recombinogenic.
Results: Up to 50% of hobo/Hermes episomes contained two intact, inverted-terminal repeats and
86% of these contained from 1-1000 bp of intercalary DNA. Episomal hobo/Hermes elements were
recovered from Musca domestica (a natural host of Hermes), Drosophila melanogaster (a natural host
of  hobo) and transgenic Drosophila melanogaster and  Aedes aegypti (with autonomous Hermes
elements). Episomal Hermes elements were recovered from unfertilized eggs of M. domestica and
D. melanogaster demonstrating their potential for extrachromosomal, maternal transmission.
Reintegration of episomal Hermes elements was observed in vitro and in vivo and the presence of
Hermes episomes resulted in lower rates of canonical Hermes transposition in vivo.
Conclusion: Episomal hobo/Hermes elements are common products of element excision and can
be maternally transmitted. Episomal forms of Hermes  are capable of integration and also of
influencing the transposition of canonical elements suggesting biological roles for these
extrachromosomal elements in element transmission and regulation.
Background
Transposons are ancient and ubiquitous inhabitants of
genomes that have played a significant role in genome
evolution across kingdoms [1]. Their activity has played a
notable role in genome expansions (e.g. Zea maize, Aedes
aegypti) and has contributed in a variety of ways to the
generation of variation within genomes that subsequently
has been subjected to natural selection during evolution
[2]. Whole-genome sequence analysis has contributed
greatly to revealing how the domestication of transposons
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has contributed to genome expansion and complexity [3].
These studies have shown that transposons belonging to
the  hAT,  piggyBac, mariner-Tc1 and  Harbinger  super-
families have persisted in eukaryote genomes not only as
mobile DNA but as genes with new functions [3-6].
Indeed domestication of transposons is now seen, along
with low frequency mobility of active transposons, as a
viable strategy for the long-term persistence of these
sequences in genomes. A notable example of domesti-
cated transposable elements contributing to genome evo-
lution is the somatic gene rearrangement system (V(D)J
recombination) that leads to the generation of B- and T-
cell antigen receptors in the adaptive immune system of
vertebrates. V(D)J recombination is mediated by the
transposase-like proteins RAG1/RAG2 and DNA recombi-
nation signal sequences (RSS) flanking different gene seg-
ments that serve the same function as the terminal
inverted repeats of transposable elements [7]. The ances-
tral transposable elements from which the RAG/RSS sys-
tem evolved have been proposed to be either Transibs [8]
or hAT transposons [9]. The hypothesis that the V(D)J sys-
tem has evolved from Transibs is based on structural simi-
larities between RAG recombinases and Transibs
transposases along with the fact that both systems result
in 5 bp duplications following sequence integration
[8,10,11]. The idea that the V(D)J recombination system
and extant hAT  transposons evolved from a common
ancient recombination system is also based on structural
similarities between the RAG recombinases and hAT
transposases as well as mechanistic similarities between
the corresponding recombination reactions. The most
striking similarity is the formation of terminal hairpin
structures on the DNA ends flanking the gap created fol-
lowing transposon and RSS excision.
V(D)J recombination involves the excision of RSS-flanked
sequences resulting in the fusion of the terminal RSSes
and the formation of covalently closed circular DNA (sig-
nal joints). Originally it was thought that signal joints
were safe, inert byproducts of recombination in which the
reactive 3' hydroxyls at the ends of the excised RSS were
prevented from participating in subsequent recombina-
tion and eventually degraded [11,12]. It is now clear that
this is not the inevitable fate of these episomal molecules.
Signal joints have been shown to be capable of reintegrat-
ing both in vitro and in vivo and recent studies have shown
that they can contribute to genome instability and result
in pathologies [10,11,13-15].
hAT element excision as well as the excision of transposa-
ble elements belonging to other classes and families of
transposons can also lead to creation of covalently closed
episomes [16-30]. While such forms of transposable ele-
ments have been recognized, their significance, if any, has
been unclear. Although thought by some to be potential
transposition intermediates, it is clear that for the Hermes
transposon and probably all hAT elements, this is not the
case [9]. Nonetheless, as recognized by Arca et al. "the
widespread occurrence of extrachromosomal circles sug-
gests that they may have a functional role in transposition,
rather than being inactive byproducts"[29]. Kempken and
Kück suggested that episomal forms of the hAT element
Restless in the fungus Tolypocladium inflatum might facili-
tate horizontal transfer between nuclei in heterokaryons
that form occasionally as a result of anastomoses of fungal
hyphae [30]. However, this would require that episomal
forms of transposable elements be capable of undergoing
transposition and reintegratioin but, unfortunately, this
has been rarely tested. Yang et al. reported data suggesting
that reintegration of an episomal Ds element had occurred
in Arabidopsis, however this appeared to have occurred via
an illegitimate recombination event and not via canonical
transposase/inverted-terminal repeat-mediated transposi-
tion [31]. The only report of an effort to empirically assess
the transposition potential of an episomal eukaryote
transposable element failed to find any evidence of episo-
mal Ac/Ds reintegration in Nicotiana tabacum [17]. While
Gorbunova and Levy concluded that episomal hAT ele-
ments are merely abortive excision products, the recent
findings of V(D)J signal joint recombination activity
[10,11,13-15] and the results reported here indicate that
these elements are likely to have biological significance.
We describe here the biology of the episomal forms of the
closely related and functionally interactive hAT elements
hobo and Hermes. hobo was originally isolated from D. mel-
anogaster [32] and Hermes was isolated from the housefly,
Musca domestica [33]. The amino acid sequences of the
transposases of these elements are 55% identical and the
terminal inverted repeat sequences are also highly similar
[34]. Because of these similarities, these elements are
capable of interacting, resulting in cross-mobilization
[33,35].
We show that the creation of episomal hobo/Hermes ele-
ments occurs frequently during element excision relative
to the overall element excision rate. A large proportion of
the episomal forms of these elements contained all of the
molecular information required for transposition. Episo-
mal hAT elements did not only arise during element exci-
sion in experimental systems but also in natural systems
in which elements are normally undergoing transposi-
tion. Episomal forms of Hermes elements were detected in
somatic tissue as well as unfertilized eggs of Musca domes-
tica and transgenic Drosophila melanogaster. The detection
and recovery of episomes from the somatic tissue of M.
domestica, the natural host of Hermes, indicates that this
element is active in this species. The presence of episomal
Hermes  in unfertilized eggs indicates that they can be
transmitted maternally. We describe the reintegration ofBMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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various forms of episomal Hermes elements in vitro and in
vivo  demonstrating that, like V(D)J signal joints, these
molecules are recombinogenic and possibly able to con-
tribute to the dynamics of transposable element transmis-
sion in nature. Finally, we show that the presence of
episomal Hermes elements can influence the transposition
of canonical Hermes elements suggesting that episomal
elements may play a role in the regulation of element
movement.
Results
hobo and Hermes episomes
hobo episomes were recovered during in vivo hobo mobility
assays performed in developing D. melanogaster embryos.
They were obtained following the simultaneous introduc-
tion into developing D. melanogaster of 'donor' plasmids
containing a hobo element carrying a kanamycin resistance
gene, an origin of replication and the E. coli lacZ alpha
peptide coding region and 'helper' plasmids containing
the hobo transposase open reading frame under the con-
trol of a heat-inducible promoter. Following recovery
from developed embryos approximately 18 hours post-
injection, recovered DNA was digested with restriction
endonucleases KpnI and XbaI. hobo episomes did not con-
tain KpnI and XbaI restriction sites and were resistant to
digestion by these restriction endonucleases while donor
and helper plasmids were cleaved multiple times. Intro-
duction of the digested DNA into E. coli permitted the
recovery of only episomal forms of hobo. hobo episomes
were readily recovered under these conditions and for
approximately every 1000 donor plasmids recovered from
injected embryos six hobo episomes were isolated (  =
0.0061, SEM = 0.0040, n = 7)). hobo excision products
consisting of donor plasmids with an empty hobo integra-
tion site were also recovered during the same experiments
at a rate of approximately three in every 1000 recovered
donor plasmids (  = 0.0031, SEM = 0.0006, n = 5). Anal-
ysis of variance indicated that there was no significant sta-
tistical difference between the frequency of recovery of
hobo episomes and empty hobo donor sites (F1,10 = 0.3831,
P = 0.5497).
A variety of specific forms of hobo episomes were recov-
ered from plasmid-based mobility assays, differing in the
sequence of the junction between the left and right termi-
nal sequences (Table 1). Of the 38 episomes recovered
from plasmid-injected embryos and whose sequence was
determined, 15 (39%) contained intact left and right
inverted terminal repeats and contained all of the infor-
mation necessary for transposition. Three of these 15
'intact' episomes were perfect end-to-end joints of the left
and right terminal inverted repeats. The remaining 12
'intact' episomes contained from 1 to 20 nucleotides
between the inverted terminal repeats. Three of these epi-
somes had intercalary DNA with sequences related to the
inverted terminal repeats of hobo (ie. TTCTTCT, AGAACT-
TCTCTG, ATGCGGCTGCAGTTCTCTG). The remaining
23 (61%) 'defective' hobo episomes were missing one (19)
or both (4) of the inverted terminal repeats and had vari-
able amounts of their sub-terminal sequences deleted.
These deletion-containing episomes are not expected to
be transpositionally competent.
Hermes episomes were recovered from two transgenic D.
melanogaster  containing integrated, self-mobilizable
Hermes  elements (Hermes7011 and Hermes198H70-1)
(Figure 1). Episomes in insects containing Hermes7011
were detected using a nested PCR strategy using two pairs
of Hermes terminus-specific primers oriented so that PCR
products will only arise when the termini are joined end-
to-end (see Methods, Figure 1). The DNA sequence was
determined for a sample of the cloned products arising
from this PCR reaction (Table 2). Thirty-five percent (9/
X
X
Table 1: Structure of hobo episomes from D. melanogaster
left ITRa Intercalary DNA right ITRa no.b
→← 3
→ T ← 5
→ A ← 3
→ AT ← 1
→ TTCTTCTc ← 1
→ AGAACTTCTCTGc ← 1
→ ATGCGGGCTGCAGTTCTCTGc ← 1
→ -187 1
→ -228 1
→ -235 1
→ -275 1
→ -364 1
→ -592 1
→ GG -1 1
→ A- 1 9 1
→ ACAACGA -12 1
-11 ← 1
-93 ← 2
-120 ← 1
-125 ← 1
-143 ← 2
-198 ← 1
-274 ← 1
-294 ← 1
-2 -4 1
-18 -6 1
-11 GCACAGTCAACGATCGCCGCA -248 1
-43 -18 1
aarrows represent intact ITRs and their orientation. The size of 
deletions is indicated by negative numbers.
bnumber recovered.
csequences related to hobo ITR (right ITR: TGCTGTTCTCTG)BMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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26) of the episomes recovered using this method had
intact inverted repeats and all of the sequence informa-
tion necessary for transposition. Only two of the recov-
ered episomes were perfect end-to-end joins. Thirty-one
percent (8/26) had only intact left inverted terminal
repeats with variable amounts of the right end being
deleted while 19% (5/26) had a reciprocal structure with
intact right inverted terminal repeats and variable
amounts of the left end being deleted. Fifteen percent of
the recovered episomes were missing both inverted termi-
nal repeats and adjacent sub-terminal sequences.
Hermes episomes were also recovered from transgenic D.
melanogaster using a plasmid rescue strategy. Autonomous
Hermes elements containing a kanamycin resistance gene
and an origin of replication permitted Hermes episomes to
function as replicons in E. coli. Sixty Hermes  episomes
were recovered from adults and larvae of four independ-
ent 'lines' of transgenic D. melanogaster (Table 3). Approx-
imately 50% (29/60) contained 'intact' Hermes elements
with complete inverted terminal repeats. Only three (5%)
were perfect end-to-end joins of the inverted terminal
repeats while the remaining 26 contained variable
amounts of intervening nucleotide information ranging
from 1 bp to 1 kb. All other episomes contained 'defective'
Hermes elements lacking either one or both inverted ter-
minal repeats with variable amounts of sub-terminal
sequences deleted; 20% had intact left inverted terminal
repeats and 25% had intact right inverted terminal
repeats. Hermes episomes were also detected in unferti-
lized D. melanogaster eggs by PCR (Table 3). The structure
of episomes found in unfertilized eggs was generally sim-
ilar to those found in other life stages although episomes
with only the right inverted repeat (53%) were recovered
more frequently in unfertilized eggs than from adults and
larvae (25%). Approximately half (8) of the episomes
contained complete elements including perfect end-to-
end joints and those with a small number of nucleotides
between the inverted terminal repeats.
Hermes episomes were also detected by PCR and recovered
by plasmid rescue from transgenic Aedes aegypti contain-
ing the same autonomous Hermes element as was in the
transgenic D. melanogaster described above (Hermes7011).
Episomes were recovered from developing embryos, lar-
vae and from adult ovarial tissue and resembled those
recovered from D. melanogaster in their sequence
(Table 4).
Hermes is a natural inhabitant of the genome of M. domes-
tica and has been detected in all individuals (n = 65) sam-
pled from 13 populations from four continents [36].
Because the Hermes element in these populations did not
naturally contain a functional origin of replication, epi-
somes could not be recovered by plasmid rescue and
could only be detected using a PCR-based method that
relied on the use of PCR primers specific to the right and
left terminal sequences of the element that would result in
PCR products only when the termini were joined end to
end. Total genomic DNA isolated from individual M.
domestica from three populations had evidence of episo-
mal Hermes elements as indicated by the recovery of PCR
products using end-specific primers (Figure 2B). The most
abundant forms were perfect (434 bp) or near perfect (>
434 bp) end-to-end joints containing all of the informa-
tion necessary for transposition (Figure 2B; Table 5). As in
transgenic  D. melanogaster, 'defective' forms were also
recovered with variable amounts of terminal sequences
deleted from PCR products less than 434 bp (Figure 2B).
All 'defective' forms recovered were missing the right
inverted terminal repeat and, in one case, both termini
were absent (Table 5). Finally, episomal Hermes elements
were detected in unfertilized eggs of M. domestica (Figure
2C).
Re-integration of Hermes episomes in vitro
The recombination potential of a variety of Hermes epi-
somes was tested directly using a cell free Hermes transpo-
sition assay with purified Hermes transposase, episomal
Hermes elements and a target plasmid. Hermes episomes
with  n  nucleotides of intercalary DNA between the
inverted repeats were tested where n was 0, 1, 4, 5, 17,
37,69 and 120 nucleotides. All episomal forms of Hermes
Table 2: Structure of Hermes episomes from transgenic D. 
melanogaster - PCR
left ITRa Intercalary DNA right ITRa no.b
→← 2
→ A ← 5
→ ATAC ← 1
→ ACTAC ← 1
→ -3 1
→ -18 1
→ -22 1
→ -31 1
→ -42 1
→ A- 5 1
→ A- 1 0 1
→ ACAACGA -12 1
-7 ← 1
-60 ← 1
-16 A ← 1
-21 T ← 1
-30 T ← 1
-14 -50 1
-17 -38 1
-36 -25 1
-43 -18 1
aarrows represent intact ITRs and their orientation. The size of 
deletions is indicated by negative numbers.
bnumber recoveredBMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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tested were capable of transposition resulting in canonical
8 bp target site duplications with the sequence nTnnnnAn
(Table 6 and Figure 3). The distribution of integration
events within the target indicated that certain sites were
preferred as we have previously described (Figure 3)
although the apparent hot spots of integration in vitro are
not the same as reported in vivo (Table 6) [37,38]. Integra-
tions at nucleotide 94 of the target plasmid were recovered
frequently however it is not known whether the primary
nucleotide sequence of this target site (ATTGAGAT) is the
major determinant of this site's preferred status.
Re-integration of Hermes episomes in vivo
Efforts to create transgenic D. melanogaster using Hermes
gene vectors constructed from episomal forms of the ele-
ment ('episomal Hermes gene vectors') resulted in the suc-
cessful creation of transgenic insects in some cases. Germ-
line transformation experiments were performed using
well-established protocols (see Methods) involving the
co-injection of vector and transposase-expressing helper
plasmids into preblastoderm embryos followed by screen-
ing for expression of the dominant visible genetic marker
present on the vector in the next generation. Episomal
Hermes gene vectors containing 0, 17 and 37 bp of inter-
calary DNA separating the inverted terminal repeats did
not result in the recovery of germ-line transformation
events (n = 303; Table 7). On the other hand, identical
episomal Hermes gene vectors with 80 bp and 160 bp of
intercalary DNA separating the inverted terminal repeats
did result in germ-line transformation in 22% (n = 23)
and 28% (n = 54) of the germ-lines tested (Table 7). Inte-
grated Hermes elements from these transgenic insects were
analyzed and in all cases (n = 16) the Hermes element was
found precisely inserted into D. melanogaster genomic
DNA (Table 8). The 8 bp immediately flanking the left
inverted terminal inverted repeat of the integrated Hermes
elements conformed to the known target site consensus
sequence of this element (Table 8) [37,38]. While we were
unable to detect integration of episomal Hermes gene vec-
tors with 0 bp or 17 bp of intercalary DNA, we discovered
that these forms of the element actually inhibited transpo-
sition of canonical Hermes elements, i.e. elements with
typical spacing of the inverted terminal repeats. Germ-line
transformation experiments involving the co-injection of
episomal Hermes gene vectors with 0 bp or 17 bp of inter-
calary DNA and canonical Hermes  gene vectors
(HermesActin5CEGFP or Hermes3 × P3EGFP which both
contain over 2 kb of intercalary DNA and are effective
gene vectors) failed to produce any transgenic insects (n =
306). Identical experiments using only the canonical
Structure of the autonomous Hermes elements used in this study Figure 1
Structure of the autonomous Hermes elements used in this study. Hermes terminal sequences are shown as thick 
black arrows with associated nucleotide numbers in parenthesis. Primers used are thin arrows with their corresponding name. 
The position of relevant restriction endonuclease sites are shown using conventional abbreviations (BamHI, EcoRI, MspI). 
Hermes ORF - the complete Hermes transposase open reading frame. hsp70 5'-promoter from the hsp70 gene of D. mela-
nogaster. hsp70 3' - 3' untranslated region of the hsp70 gene of D. melanogaster. Actin5C - promoter from the Actin5C gene of 
D. melanogaster. EGFP- the complete coding region for Enhanced Green Fluorescent Protein. SV40 3'- 3' untranslated region of 
Simian Virus 40. Ori - ColE 1 origin of replication. Kanamycin - kanamycin resistance gene.BMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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Table 3: Structure of Hermes episomes from transgenic D. melanogaster - plasmid rescue
left ITRa Intercalary DNA right ITRa Ab Bb Cb Db lb eb
→← 21 1
→ A ← 41
→ T ← 111
→ G ← 1
→ C ← 1
→ AC ← 1
→ GAT ← 1
→ TTGC ← 1
→ GTGG ← 1
→ GTCT ← 14
→ AAAG ← 1
→ GCGGT ← 1
→ CCATAC ← 1
→ AGGTTT ← 1
→ ACTCAAC ← 12
→ GGCTGCAT ← 1
→ CTCGGTACCAGATCTGCGG ← 1
→ 1 kb ← 13 1
→ -3 1 1
→ -23 1
→ -30 2
→ -41 1
→ -44 1
→ -319 1
→ T- 5 1
→ T- 1 5 1
→ G- 2 5 1
→ A- 4 0 1
→ GA -16 1
-1 ← 1
-6 ← 1
-12 ← 1
-14 ← 1
-15 ← 2
-23 ← 1
-31 ← 13
-79 ← 13
-171 ← 1
-193 ← 1
-1 A ← 1
-4 T ← 1
-5 G ← 1
-10 T ← 1
-11 C ← 1
-14 T ← 12
-11 -44 1
-248 -50 1
-293 -115 1
-1 T -295 1
aarrows represent intact ITRs and their orientation. The size of deletions is indicated by negative numbers.
bnumber recovered from adults of lines A,B,C,D, larvae (l, all lines) and unfertilized eggs (e).BMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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Hermes  gene vectors confirmed their functionality and
transformation was observed at a frequency of approxi-
mately 10% (n = 49; Table 7).
Discussion
Episomal forms of eukaryote transposable elements are
somewhat of a conundrum in that they are characteristi-
cally associated with many transposable element systems
but are of unknown biological significance [16-30].
Reports of V(D)J signal joints being recombinogenic and
capable of reintegrating into the genome of the host sug-
gest that perhaps episomal forms of transposable ele-
ments were also capable of reintegration [10,11,13-15].
Hermes and hobo episomes were detected and recovered in
this study under a variety of conditions using both bacte-
rial replicon recovery methods (plasmid-rescue) and PCR-
based methods. PCR detection of episomal elements
depended upon the juxtaposition of the left and right
inverted terminal repeats. Integrated hAT  elements
arranged in tandem could also yield PCR products with a
structure and sequence similar to episomes. It is unlikely,
however, that such elements were responsible for the PCR
products recovered in this study because of the diversity of
products recovered. Two elements arranged in tandem are
expected to yield an invariant PCR amplification product
but such was not the case in this study where episomal
forms of the elements were recovered that had varying
numbers of nucleotides between the inverted terminal
repeats. In M. domestica and transgenic D. melanogaster, 27
and 21 distinct episomal forms of Hermes were detected
by PCR, respectively. The copy number of Hermes in each
of these species was estimated to be less than ten making
it unlikely that chromosomal elements arrayed in tandem
were the templates yielding the PCR products recovered in
this study [39]. Finally, plasmid rescue experiments that
did not involve PCR resulted in the recovery of Hermes
episomes with structures identical to those recovered by
PCR analysis. Therefore, we found no evidence to support
a conclusion other than that the DNA molecules
described here were episomes of hobo and Hermes.
Hermes and hobo episomes appear to be abundant prod-
ucts of hAT  element excision/transposition reactions
under some conditions. hAT elements transpose by a cut-
and-paste type mechanism that is initiated by excision of
the element from a donor site [40]. The excised element
and associated transposase form a synaptic complex that
associates with a target molecule and integrates [40]. In
interplasmid  hobo  mobility assays performed in insect
embryos, element excision products (empty donor sites)
and episomal forms of the element were recovered from
the same reactions at frequencies that were not signifi-
cantly different. Under the conditions used here episome
formation occurred readily during hobo movement.
While episomal forms of hAT elements are prevalent, their
structures are very diverse. Very few of the episomal forms
of Hermes and hobo were precise end-to-end joints of the
inverted terminal repeats although 40%-50% of the epi-
somes recovered in this study contained both copies of
the element's terminal sequences. The intercalary DNA
between the element's inverted terminal repeats varied in
both quantity and sequence with no single form being
dominant. While the origin of intercalary DNA in most
cases was unknown, in three of the hobo episomes recov-
ered the intercalary DNA appeared clearly related to the
inverted terminal repeat sequences of hobo  (Table 1).
These sequences appear to have arisen following the reso-
lution of terminal hairpin structures prior to the forma-
tion of the episome. This is unexpected because hairpin
structures are not usually formed at the termini of excised
hAT elements but on the ends of the donor sequences
instead [9]. These unexpected and unusual intercalary
sequences associated with hobo  episomes are not
explained by our current models of hAT element transpo-
sition [9].
The most significant finding of this study is that episomal
hAT elements can reintegrate into target DNA molecules
resulting in canonical integration events both in vitro and
in vivo. Hermes episomes with 0 - 17 bp of intercalary DNA
between the terminal inverted repeats could integrate into
DNA target molecules in vitro. In these studies precise
quantitation of integration activity was not performed
however recovery of the events analyzed in this study
required extensive screening of target molecules recovered
from multiple in vitro transposition reactions. In vivo, the
integration of Hermes episomes with 0-37 bp of interca-
lary DNA separating the terminal inverted repeats was
undetectable under the conditions used in these experi-
ments and screening the progeny of a combined 303 fer-
tile G0s. When the amount of intercalary DNA separating
Table 4: Structure of Hermes episomes from transgenic Ae. 
aegypti.
left ITRa Intercalary DNA right ITRa od ld emd
→← c 1
→ A ←c 13
→ GTCT ←b, c 17
-6 ←c 1
-14 ←b 1
-79 ←b, c 11
-11 C ←c
-14 T ←c 3
aarrows represent intact ITRs and their orientation. The sizes of 
deletions are indicated by a negative number.
bfrom plasmid rescue.
cfrom PCR.
do, ovaries; l, larvae; em, embryos.BMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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the terminal inverted repeats was 80 bp or greater the fre-
quency of integration, in vivo, was comparable to canoni-
cal  Hermes  gene vectors. These data demonstrate that
some forms of episomal Hermes elements can efficiently
reintegrate. The in vitro integration results with episomal
Hermes elements are similar to those reported by Neiditch
et al. who reported that RAG recombinase could cleave
and transpose signal joints in vitro leading to the integra-
tion of signal joint episomes [14]. Overall these data fur-
ther support the idea that V(D)J recombination and hAT
elements may have evolved from a common ancestral
transposable element.
Signal joints are no longer considered inert segments of
DNA resulting from V(D)J recombination but are recog-
nized as potential contributors to genome instability and
disease in vertebrates [15]. Episomal forms of hAT may
also contribute to a number of important aspects of the
biology and natural history of these elements. hAT ele-
ments, like many other Class II transposable elements,
have periodically undergone horizontal transfer[41].
While the exact mechanisms by which DNA is exchanged
between species remain unknown, episomal forms of
excised elements may provide a stable but integration-
competent form of the element that can be more readily
transferred between organisms. Interestingly, Hermes epi-
somes were readily recovered from adult houseflies, a nat-
ural host of Hermes, indicating for the first time that these
elements are actively transposing in this species and that
they are likely to be active in somatic tissue. These condi-
tions seem to be favorable for interspecies transfer and the
data reported here show that some of these episomal
forms of Hermes can undergo transposition. The presence
of hAT episomes in unfertilized eggs suggests that these
Episomal detection using PCR Figure 2
Episomal detection using PCR. A. PCR reaction products from 8 individual transgenic adult D. melanogaster (Canton S) 
with the autonomous element Hermes 7011 (lanes 1-8). Lanes 9-12 contain the products of identical PCR reactions using the 
equal amounts of genomic DNA from non-transgenic Canton S individuals. The diagram below schematically illustrates the 
structure and size of PCR products arising from Hermes elements with their terminal inverted repeats (thick arrows) joined as 
shown using the primers indicated (66R, 2681F) with variable (n) numbers of nucleotides of intercalary DNA. The positions 
and size in basepairs of molecular weight standards are indicated. B. PCR reaction products from 9 individual M. domestica 
adults from 3 geographically distinct natural populations. The diagram below schematically illustrates the structure and size of 
PCR products arising from Hermes elements with their terminal inverted repeats (thick arrows) joined as shown using the 
primers indicated (66R, 2431F) with variable (n) numbers of nucleotides of intercalary DNA. Molecular weight markers (m) 
and their sizes in basepairs are shown. Roman numerals refer to bands that were excised, reamplified, cloned and sequenced. 
The results are shown in Table 5. C. PCR reaction products from 6 individual M. domestica adults from the laboratory colony, 
Cs. DNA from unfertilized eggs (e) from this colony was also used as template in these PCR reactions. The positions and size 
in basepairs of molecular weight standards are indicated.BMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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elements may also be maternally transmitted, a mecha-
nism of transmission that has never been described for
Class II transposable elements. This novel transmission
mechanism might influence the transmission and popula-
tion dynamics of these elements under certain conditions.
Finally, in addition to episomal hAT elements being trans-
positionally competent they also appeared to influence
canonical element movement. The presence of episomal
Hermes elements with 0 or 17 bp of intercalary DNA sep-
arating the terminal inverted repeats resulted in the
reduced recovery of canonical Hermes  transposition
events in vivo. It is not clear at this time whether the effect
is caused by repression or interference or some other
mechanism. In germ-line transformation experiments
involving the co-injection of canonical and episomal
forms of Hermes  elements the overall concentration of
Hermes elements was comparable to that used in many
insect transformation studies, suggesting that a simple
titration effect was not responsible [42-44]. If, however,
Hermes transposase binding to episomal forms of Hermes
elements is different from binding to canonical forms
then perhaps transposase titration is a possible mecha-
nism. More experimentation is required to explore these
interesting possibilities. Nonetheless, these data point to
another possible biological role of episomal hAT  ele-
ments, namely the regulation of element transposition.
Conclusions
Episomal forms of the hAT elements hobo and Hermes are
readily recovered under a variety of conditions. The recov-
ery of episomal forms of Hermes from M. domestica, trans-
genic  D. melanogaster and  A. aegypti demonstrates the
somatic activity of this element in these species. Episomal
forms of Hermes are capable of participating in transposi-
tion/integration reactions in vitro and in vivo. They can
also be transmitted maternally and under some condi-
tions reduce the amount of canonical Hermes  element
transposition. These studies begin to reveal the potential
biological significance of these widespread forms of extra-
chromosomal DNA.
Methods
Musca domestica
Adults were collected from natural populations (kindly
provided by Dr. Elliott Krasfur, Iowa State University) and
from laboratory colonies (the laboratory strain Cs was
kindly provided by Dr. Jeffery Scott, Cornel University).
Drosophila melanogaster
Using previously reported methods, transgenic lines were
created using the Hermes gene vector 198H70-1 and the
host strain w1118 (Figure 1) [42]. The vector 198H70-1
contained, in addition to approximately 500 bp and 700
bp of the right and left ends of the Hermes transposable
element, respectively [42], the transposase open reading
frame under the regulatory control of the D. melanogaster
heat shock 70 (hsp70) promoter and the Enhanced Green
Fluorescent Protein (EGFP) open reading frame under the
regulatory control of the D. melanogaster Actin 5C pro-
moter [45], a kanamycin resistance gene, a ColE 1 origin
of replication and the E. coli lac Z alpha peptide coding
region [38]. Because these transgenic insects contained an
autonomous (self-mobilizing) Hermes  element, stable
lines could not be established and maintained. Therefore
transgenic populations were maintained by selecting
EGFP-expressing individuals every other generation to
ensure the transgene was at a high frequency within the
laboratory population. The presence of an antibiotic
resistance marker and a prokaryotic origin of replication
enabled this vector to be used in plasmid rescue experi-
ments from transgenic individuals.
Transgenic D. melanogaster (w11118) were also constructed
using the Hermes gene vector 7011 [46]. This vector was
identical to 198H70-1 except it lacked the kanamycin
resistance gene, the origin of replication and the lacZ
alpha peptide-coding region (Figure 1). Because this vec-
tor also was a self-mobilizing (autonomous) Hermes ele-
Table 5: Structure of Hermes episomes from M. domestica.
left ITRa Intercalary DNA right ITRa
→← I
→ A ← I
→ ATAC ← I
→ ACTAC ← I
→ CGTTTTCCAC ←
→ -34
→ -69
→ G- 1 0 6
→ -116
→ A- 1 2 5 II
→ -129
→ G- 1 3 4
→ -138 III
→ -144
→ TT -178
→ -195 IV
→ G- 2 2 8
→ -231 V
→ -240
→ -241
→ -243
→ A- 2 5 9
→ -264
→ G- 2 6 9
→ -272
→ -308
-34 -113
aarrows represent intact ITRs and their orientation. The size of 
deletions is indicated by negative numbers. Roman numbers refer to 
bands in Figure 2B.BMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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Table 6: Integration of Hermes episomes into target DNA in vitro.
Sitea Nb Orientationc Targetd Sitea Nb Orientationc Targetd
n = 05 n = 15
2 1 - TTATAAAA 209 1 - TTAAGTGG
94 1 - ATTGAGAT 389 1 - GTTTATAT
343 1 - GGATATAT 2358 1 - ATTCAGAG
423 1 - GTTGGGAT 232 1 + CCCTCAAC
1665 1 - TTACCAAT 249 1 + GTTTTGAT
2394 2 - GTATGTAC 339 2 + TTTGGGAT
94 1 + ATTGAGAT 431 1 + AGACGTAA
232 1 + CCCTCAAC 438 1 + ATATGCGT
313 2 + TATGAGTA 624 1 + GTCGTAAT
339 1 + TTTGGGAT 708 1 + GTAAAGAT
370 1 + TAAAGCAC 731 1 + GTTATGTC
423 1 + GTTGGGAT 991 1 + TTTAAAAG
505 1 + TTATCGAC 1001 1 + AATGAAAA
603 1 + TTAAGAAA 2321 1 + ATTGGAAT
638 1 + CCAGAAAC
1904 1 + ATAGCAAC
2154 1 + GTATGCAC
2303 1 + GTTCCGAC
n = 45 n = 55
94 2 - ATTGAGAT 94 7 - ATTGAGAT
135 1 - ATGCAAAT 156 1 - TGGAAAAT
389 1 - GTTTATAT 948 1 - TTGGAGAT
144 1 + ATTCAAAT 2433 1 - GATAATAC
274 1 + GAATTTGA 123 1 + ATAAAAAC
318 1 + GTACAGAG 154 1 + TTTGGAAA
676 1 + ATTTATTA 227 1 + ACCACCCC
804 1 + TTGATGAT 318 1 + GTACAGAG
925 1 + ATATAAAT 350 1 + TTACAAAC
990 1 + CTTTAAAA 425 1 + TGGGATAG
2076 1 + GAGACATT 612 1 + CTATTTTT
2428 1 + TACCAGAT 666 1 + ACAGTGAT
710 1 + AAAGATAA
n = 175 755 1 + GTAGAAAT
927 1 + ATAAATAC 777 1 + ATATGGTT
708 1 + GTAAAGAT 1029 1 + ATTTTTGG
1855 1 + GAAGTGAA
n = 375 2091 1 + CCCATCAA
753 1 + GTGTAGAA 2115 1 + AGCAACAA
2303 1 + GTTCCGAC
n = 695 2322 1 + TTGGAATA
316 1 - GAGTACAG 2394 1 + GTATGTAC
2429 1 + ACCAGATA
n = 1205
736 3 + GTCTGAAC
983 1 + AAATCGAC
1"Site" of integration; nucleotide number of the first base of the target sequence.
2Number of occurrences observed.
3"+" refers to <left-Hermes-right> relative to target sequence; "-" is <right-left>
4"Target" is the first 8 bp following the right ITR and is written 5'-3'
5 number of nucleotides separating the left and right ITRs of Hermes.BMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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ment stable lines could not be established and this line
was also maintained by periodic selection of EGFP-
expressing individuals, as described above.
D. melanogaster (w11118) were used as hosts to perform
Hermes and hobo plasmid-based mobility assays in devel-
oping embryos.
Aedes aegypti
Using reported methods the Orlando line (a wild-type lab-
oratory strain) was transformed with the Hermes vector
198H70-1 [47]. Because of the low level of germ-line
remobilization activity of Hermes in this species, mainte-
nance did not require periodic selection for individuals
expressing EGFP as was necessary for transgenic D. mela-
nogaster containing the same vector [48].
DNA Extractions
Genomic DNA was extracted from adult insects as
described (using protocol 48 in "Drosophila: A laboratory
manual", [49]) or using Wizard Genomic DNA Purifica-
tion Kits (Promega, Madison Wisconsin) according to the
manufacturers recommendations. Low molecular weight
DNA (plasmids or episomes) was isolated according to
the method of Hirt [50].
Map of episomal Hermes integration sites in the target plasmid pGDV1 Figure 3
Map of episomal Hermes integration sites in the target plasmid pGDV1. The x axis refers to the linear form of the 
target plasmid and the position of the chloramphenicol resistance gene (CamR) is shown. The numbers on the x-axis refer to 
the length of the plasmid in basepairs. The y-axis is the number of integrations. Positive and negative values refer to elements 
that integrated into the target in opposite orientations. Five different classes of Hermes episomes were tested for their ability 
to integrate with each differing only in the amount of intercalary DNA (n) located between the inverted terminal repeats. The 
unweighted consensus sequence of the Hermes target site is graphically represented with a sequence logo [58] constructed 
with WebLogo [59].
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Table 7: In vivo integration activity of episomal Hermes element in D. melanogastera
Episomal
 Vector
Canonical Vector Fertile
G0s
G0s
Producing
  Transgenics
Transformation
 Frequency
→ 0 ← 136 0 0
→ 17 ← 87 0 0
→ 37 ← 80 0 0
→ 80 ← 23 5 0.22
→ 160 ← 54 15 0.28
HermesAct5CEGFP 49 5 0.1
→ 0 ← HermesAct5CEGFP 81 0 0
→ 0 ← Hermes3× P3EGFP 141 0 0
→ 17 ← HermesAct5CEGFP 84 0 0
aindividual plasmids were each at 0.25 mg/ml during injectionBMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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Episome Analysis - Plasmid Rescue
One to five μg of undigested D. melanogaster genomic
DNA was used in the electroporation of DH10-β E. coli
(Invitrogen, Carlsbad, California) and the treated cells
were grown in 1 ml of SOC [51] at 37°C for 1 hour. Cells
were then concentrated by centrifugation, suspended in
approximately 100 μl of SOC and spread on LB plates
containing 25 μg/ml of kanamycin. Resistant colonies
were isolated and plasmid DNA extracted and digested
with restriction endonucleases EcoRI and BamHI. Hermes
episomes originating from 198H70-1 excision are pre-
dicted to yield BamH1 and EcoR1 fragments approxi-
mately 2.7, 2.6, 1.3, 0.6 and 0.4 kb in length depending
on the exact structure of the joined ends of the element.
Final confirmation of the structure of the recovered epi-
somes was made by DNA sequencing using primers
HL216 (5' GCA GGC GAC TGA GTA ACA ACA AT AAC
AAC 3') and HR2500 (5' CAA TGA GTA TAC AAC ACA
ACA AAG AAG TGA G 3').
Episome Analysis 1
Using approximately 1 μg of D. melanogaster or Ae. aegypti
(each transgenic with Hermes vector 198H70-1) genomic
DNA as a template, PCR was performed in 1× Taq
polymerase buffer containing 2.5 mM MgCl2, 0.8 mM
dNTPs and 8 pmoles each of primers HL216 and HR2500.
Following an initial step of 95°C for 3 min. 25 iterations
of the following cycle were performed: 95°C/15 sec,
55°C/15 sec, 72°C/30 sec. To complete the reaction and
insure that all products were fully double-stranded the
mixture was incubated at 72°C for 5 min. Episomal
Hermes elements are expected to yield a 470 bp reaction
product if the left and right inverted terminal repeats were
precisely joined end to end. PCR amplification products
were purified using QIAquick PCR Purification Kit (Qia-
gen, Valencia, CA) and ligated to the plasmid pGEM-T
Easy (Promega). Electroporation was used to introduce
some of the plasmids into DH10-β by and the DNA
sequences of the plasmid inserts was determined from the
recovered clones.
Episome Analysis 2
This semi-nested-primer method was used to detect and
analyze Hermes episomes in wild-type M. domestica and D.
melanogaster (transgenic with Hermes vector 7011). The
first reaction was performed in a volume of 50 μl with 1
mM dNTP's, 2.5 mM MgCl2 with primers Hermes2432F
(5' AAT ATA CTT ATG CTC TTT TCC 3') (for M. domestica)
or Hermes2681F (AAA ATA CTT GCA CTC AAA AGG C 3')
(for D. melanogaster) and Hermes333R (5' TCG GAA CAT
TTT GCT GTG 3'), each at 0.6 μM and 5% of the genomic
DNA from individual insects as template. The reaction
conditions involved a preliminary denaturation step of
95°C for 3 minutes followed by 25 cycles of 95°C/15 sec,
56°C/1 min, 72°C/1 min. Following these 25 cycles the
reactions were incubated 72°C for 5 minutes. The reac-
tion conditions for the second reaction were identical to
those of the initial reaction but primers Hermes2432F (for
M. domestica) or Hermes2681F (for D. melanogaster) and
Cy5-66R+ (5' Cy5-AAT GAA TTT TTT GTT CAA GTG GCA
AAG CAC 3') were used with 5 μl of a 20× dilution of the
initial reaction as template. Following the reaction,
approximately 5 μl was size-fractionated using a high res-
olution electrophoresis system consisting of a 1 mm thick
6% polyacrylamide in Tris Borate buffer and 8 M urea. The
resulting gel was dried onto filter paper and scanned using
the 633 nM light source of a Storm 860 gel/blot imaging
system (Molecular Dynamics, Piscataway, NJ) to directly
visualize the Cy5-labelled PCR products.
Transposable Element Display
Transposable element display permits all members of a
transposable element family in the genomic DNA of indi-
vidual insects to be detected and visualized as unique PCR
products. Hermes transposable element display was per-
formed here as described [46].
In vivo hobo Excision Assay
Pre-blastoderm  D. melanogaster embryos (w1118) were
injected with a mixture of the plasmids
pHobo8bpdrKanOriLacZ and pHspHobo (each plasmid
was at a concentration of 250 μg/ml) as described [52].
Injected embryos were incubated at 25°C overnight and
approximately 18 hrs post injection the embryos were
Table 8: Target-site analysis of integrated episomal Hermes 
elements in D. melanogaster
Elementa 8 bp Targetb bp flanking DNAc
input vector CAGCCTGA
80-1 ATGGCCAC 48
160-1 GTGTGAAC 210
160-2 GTGACTAT 94
160-3 AACTCCAC 195
160-4 GTGTAGGC 77
160-5 ATACGGAT 47
160-6 GTGTACAC 36
160-7 ATCCGTAT 25
160-8 GTGTCAAC 287
160-9 CCACACCC 118
160-10 GTGTGAGT 18
160-11 CTCTACAC 207
160-12 GTTTGCAG 28
160-13 ATTCACAT 232
160-14 ATGCGGAC 286
160-15 GTCCGGNN 5
consensus NTNNNNAN
ainput vector was used for transformation; numbers refer elements 
from transgenic lines.
b8 bp immediately flanking the left inverted terminal repeat of Hermes.
cbp of DNA recovered from integrate elementBMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
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placed at 37°C for 1 hr and allowed to recover for 1 hr at
25°C. After heat shock and recovery viable embryos were
collected and low molecular weight DNA was recovered as
described [50]. To recover episomes low molecular weight
DNA was digested with restriction endonucleases Kpn I
and Xba I and used to electroporate E. coli (DH 10β). Kpn
I and Xba I cut pHobo8bpdrKanOriLacZ within the donor
plasmid backbone but not within the hobo element. Any
excised episomal forms of hobo present within the sample
will be resistant to digestion and will transform E. coli to
kanamycin resistance with β-galactosidase activity. Plas-
mids from E. coli transformants were confirmed as hobo
episomes by digesting with the restriction endonuclease
Sal I and finally by determining the sequence of DNA
spanning the inverted terminal repeats.
To recover hobo excision events (empty donor sites) recov-
ered plasmids were introduced directly into E. coli and
selected for chloramphenicol resistance. Chlorampheni-
col resistant colonies that were negative for β-galactosi-
dase activity and sensitive to kanamycin were confirmed
as excision products by digestion with restriction endonu-
clease digestion with Kpn I and Xba I.
In vitro Hermes Episome Transposition Assay
In vivo inter-plasmid transpositions assays have been used
extensively to investigate insect hAT elements (e.g. Sarkar
et al. [38]). Here the assay has been adapted to a cell-free
system and consists of a donor element (episomal forms
of  Hermes), a target plasmid (pGDV1) and purified
Hermes transposase [53]. The episomal forms of Hermes
tested in this assay contained a kanamycin resistance
gene, a ColE1 origin of replication and the E. coli lacZ
alpha-peptide coding region [38]. The target plasmid,
pGDV1, is a gram-positive chloramphenicol resistant
plasmid that cannot replicate in E. coli without the addi-
tion of a species-compatible origin of replication [38,54].
Reactions were performed in 20 μl of 20 mM HEPES
pH7.9, 25% glycerol, 5 mM MgCl2, 4 μg bovine serum
albumin, 2 mM DTT with 250 ng each of donor and target
plasmids, ands 1 μg of purified Hermes transposase [9].
The reaction was incubated at 30°C for 1-2 hrs at which
time 80 μl of stop solution (50 mM Tris pH 7.5, 0.5 mg/
ml proteinase K, 10 mM EDTA and 0.1 μg/ml tRNA) was
added and incubated at 37°C for 1 hour. The reaction was
extracted with phenol/chloroform and the DNA was pre-
cipitated with sodium acetate and ethanol and the dried
precipitate was dissolved in 20 μl of water. Fifteen micro-
liters were introduced into 80 μl of E. coli (DH10-β) by
electroporation. Following electroporation 900 μl of SOC
was added and the cells were incubated at 37°C for 1 hour
at which time 1 μl was plated on LB plates containing
ampicilin (50 μg/ml) and X-gal (20 μg/ml) to assess plas-
mid recovery. The rest of the cells were divided and plated
on 10 LB plates containing chloramphenicol (10 μg/ml),
kanamycin (25 μg/ml) and X-gal (20 μg/ml) to select for
donor transpositions into the target plasmid. Restriction
mapping and DNA sequencing of putative transposition
events confirmed the presence and of transposed Hermes
elements.
In vivo Hermes Episome Transposition Assay
Germ-line integration was used to assess the mobility
properties of episomal forms of Hermes in vivo. A 1 kb frag-
ment containing the coding region of the DsRed protein
under the regulatory control of the 3× P3 promoter was
inserted between the terminal sequences of episomal
forms of Hermes that contained a kanamycin resistance
gene, a plasmid origin of replication and the LacZ alpha
peptide coding region. Hermes  transformation vectors
were created with episomal forms containing 0, 17, 34, 80
and 160 bp of intercalary DNA separating the terminal
inverted repeats of the element. The Hermes gene vectors
HermesActin5CEGFP and Hermes3 × P3EGFP were used
as controls [45,55]. Hermes transposase was supplied by
co-injecting the plasmid pHSHH1.9 along with the vector
containing plasmids being tested using methods previ-
ously described [42].
Transgenic insects were subsequently analyzed by trans-
posable element display to confirm the presence of
Hermes. Integration sites were sequenced following isola-
tion, re-amplification and sequencing of transposable ele-
ment display bands as described [46]. The DNA sequence
flanking the integrated Hermes elements were used in a
BLAST search [56] of the D. melanogaster genome
sequence in FlyBase [57]. A sequence logo [58] was cre-
ated using the aligned 8 bp of DNA immediately flanking
the left inverted repeat of each integrated Hermes element
using WebLogo [59]
Authors' contributions
DAO'B performed the experiments involving hobo, the
analysis of episomes in M. domestica, in vivo analysis of
episomal  Hermes  element transposition in D. mela-
nogaster. He compiled the data and wrote the manuscript.
CDS performed the analysis of Hermes episomes in trans-
genic D. melanogaster. KP performed the in vitro analysis of
episomal  Hermes  elements. RAS performed the in vitro
analysis of episomal Hermes elements and assisted in data
analysis. RHH developed the in vitro transposition assays
for  Hermes  elements. PWA supervised CDS and RHH,
developed the in vitro transposition assays for Hermes ele-
ments, performed the analysis of Hermes  episomes in
transgenic D. melanogaster, analyzed data and wrote the
manuscript. All authors have read and approved the final
manuscript.
Author Information
RA Subramanian is currently at SUNY Downstate Medical
Center; Department of Emergency Medicine; 450 Clark-
son Avenue; Brooklyn, NY 11203, USA.BMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
Page 14 of 15
(page number not for citation purposes)
CD Hoddle (nee Stosic) is currently at the Department of
Entomology, University of California, Riverside, CA
92521, USA.
Acknowledgements
This work was supported by grants GM48102 (DAOB) and AI45741 
(PWA) from the National Institutes of Health.
References
1. Craig NL, Craige R, Gellert M, Lambowitz AM, (eds): Mobile DNA.
Washington, D. C.: American Society of Microbiology; 2002. 
2. Kidwell MG, Lisch DR: Transposable elements and host
genome evolution.  Trends Ecology Evolution 2000, 15:95-99.
3. Volff JN: Turning junk into gold: domestication of transposa-
ble elements and the creation of new genes in eukaryotes.
Bioessays 2006, 28(9):913-922.
4. Britten RJ: Coding sequences of functioning human genes
derived entirely from mobile element sequences.  Proc Natl
Acad Sci USA 2004, 101(48):16825-16830.
5. Bundock P, Hooykaas P: An Arabidopsis hAT-like transposase is
essential for plant development.  Nature 2005, 436:282-284.
6. Casola C, Lawing AM, Betran E, Feschotte C: PIF-like Transposons
are common in Drosophila and have been repeatedly
domesticated to generate new host genes.  Molecular Biology
and Evolution 2007, 24(8):1872-1888.
7. Gellert M: V(D)J Recombination.  In Mobile DNA Edited by: Craig
NL, Craige R, Gellert M, Lambowitz AM. Washington, D. C.: ASM
Press; 2002. 
8. Kapitonov VV, Jurka J: RAG1 core and V(D)J recombination sig-
nal sequences were derived from Transib transposons.  PLoS
Biol 2005, 3:998-1011.
9. Zhou L, Mitra R, Atkinson PW, Hickman AB, Dyda F, Craig NL:
Transposition of hAT elements links transposable elements
and V(D)J recombination.  Nature 2004, 432:995-1001.
10. Agrawal A, Eastman QM, Schatz DG: Transposition mediated by
RAG1 and RAG2 and its implications for the evolution of the
immune system.  Nature 1998, 394:744-751.
11. Hiom K, Melck M, Gellert M: DNA transposition by the RAG 1
and RAG1 proteins: a possible source of oncogenic translo-
cations.  Cell 1998, 94:463-470.
12. Roth DB, Craig NL: VDJ recombination: a transposase goes to
work.  Cell 1998, 94:411-414.
13. Arnal SM, Roth DB: Excised V(D)J recombination byproducts
threaten genomic integrity.  Trends Immunol 2007, 28:289-292.
14. Neiditch MB, Lee GS, Huye LE, Brandt VL, Roth DB: The V(D)J
recombinase efficiently cleaves and transposes signal joints.
Mol Cell 2002, 9:871-878.
15. Vanura K, Montpellier B, Le T, Spiculia S, Navarro J, Cabaud O,
Rooulland S, Vachez E, Prinz I, Ferrier P, et al.: In vivo reinsertion
of excised episomes by the V(D)J recombinase: A potential
threat to genomic stability.  PLoS Biol 2007, 5:515-530.
16. Flavell AJ, Ish-Horowicz D: The origin of extrachromosomal cir-
cular copia elements.  Cell 1983, 34:415-419.
17. Gorbunova V, Levy AA: Circularized Ac/Ds transposons: forma-
tion, structure and fate.  Genetics 1997, 145:1161-1169.
18. Sundraresan V, Freeling M: An extrachromosomal form of the
Mu  transposon of maize.  P r o c  N a t l  A c a d  S c i  U S A  1987,
84:4924-4928.
19. Ruan KS, Emmons SW: Extrachromosomal copies of transpo-
son Tc1 in the nematode Caenorhabditis elegans.  Proc Natl Acad
Sci USA 1984, 81:4018-4022.
20. Radice AD, Emmons SW: Extrachromosomal Circular Copies
of the Transposon Tc1.  Nucleic Acids Research 1993,
21(11):2663-2667.
21. Misra R, Shih A, Rush M, Wong E, Schmid CW: Cloned Extrachro-
mosomal Circular DNA Copies of the Human Transposable
Element the-1 Are Related Predominantly to a Single Type
of Family Member.  J of Mol Biol 1987, 196(2):233-243.
22. Rose AM, Snutch TP: Isolation of the Closed Circular Form of
the Transposable Element Tc1 in Caenorhabditis-Elegans.
Nature 1984, 311(5985):485-486.
23. Flavell AJ, Ishhorowicz D: Extrachromosomal Circular Copies
of the Eukaryotic Transposable Element Copia in Cultured
Drosophila Cells.  Nature 1981, 292(5824):591-595.
24. Hirochika H, Otsuki H: Extrachromosomal circular forms of
the tobacco retrotransposon Tto1.  Gene 1995, 165:229-232.
25. van Luenen HGAM, Colloms SD, Plasterk RHA: Mobilization of
quiet, endogenous Tc3 transosons of Caenorhabditis elegans
by forced expression of Tc3  transposase.  EMBO J 1993,
12:2513-2520.
26. Polard P, Prère MF, Fayet O, Chandler M: Transposase-induced
excision and circularization of the bacterial insertion
sequence IS911.  EMBO J 1992, 11:5079-5090.
27. Turlan C, Chandler M: IS1-mediated intramolecular rearrange-
ments: formation of excised transposon circles and replica-
tive deletions.  EMBO J 1995, 14:5410-5421.
28. Caparon MG, Scott JR: Excision and insertion of the conjugative
transposon Tn916 involves a novel recombination mecha-
nism.  Cell 1989, 22:1027-1034.
29. Arca B, Zabolou S, Loukeris TG, Savakis C: Mobilization of a Minos
transposon in Drosophila melanogaster chromosomes and
chromatid repair by heteroduplex formation.  Gentics 1997,
145:267-279.
30. Kempken F, Kück U: Evidence for circular transposition deriv-
atives from the fungal hAT-transposon Restless.  Current
Genetics 1998, 34(3):200-203.
31. Yang XH, Ma H, Makaroff CA: Characterization of an unusual Ds
transposable element in Arabidopsis thaliana: insertion of an
abortive circular transposition intermediate.  Plant Molecular
Biology 2004, 55(6):905-917.
32. Blackman RK, Macy M, Koehler D, Grimaila R, Gelbart WM: Identi-
fication of a fully-functional hobo transposable element and
its use for germ-line transformation of Drosophila.  EMBO J
1989, 8:211-217.
33. Atkinson PW, Warren WD, O'Brochta DA: The hobo transposa-
ble element of Drosophila can be cross-mobilized in house-
flies and excises like the Ac element of maize.  Proc Natl Acad
Sci USA 1993, 90:9693-9697.
34. Warren WD, Atkinson PW, O'Brochta DA: The Hermes transpos-
able element from the housefly, Musca domestica, is a short
inverted repeat-type element of the hobo,  Ac, and
Tam3(hAT) element family.  Genetical Res Camb 1994, 64:87-97.
35. Sundararajan P, Atkinson PW, O'Brochta DA: Transposable ele-
ment interactions in insects: Crossmobilization of hobo and
Hermes.  Insect Molec Biol 1999, 8(3):359-368.
36. Subramanian RA, Cathcart LA, Krafsur ES, Atkinson PW, O'Brochta
DA: Hermes transposon distribution and structure in Musca
domestica.  J Heredity 2009, 100(4):473-80.
37. Sarkar A, Yardley K, Atkinson PW, James AA, O'Brochta DA: Trans-
position of the Hermes element in embryos of the vector
mosquito,  Aedes aegypti.  Insect Biochem Molec Biol 1997,
27:359-363.
38. Sarkar A, Coates CC, Whyard S, Willhoeft U, Atkinson PW, O'Bro-
chta DA: The Hermes element from Musca domestica can
transpose in four families of cyclorrhaphan flies.  Genetica
1997, 99:15-29.
39. Subramanian RA, Cathcart LA, Krafsur ES, Atkinson PW, O'Brochta
DA: Hermes transposon distribution and sturcture in Musca
domestica.  J Heredity 2009, 100:473-480.
40. Kunze R, Weil CF: The hAT and CACTA superfamilies of plant
transposons.  In Mobile DNA II Edited by: Craig NL, Craige R, Gellert
M, Lambowitz AM. Washington, D.C.: American Society of Microbi-
ology; 2002:565-610. 
41. Simmons GM: Horizontal transfer of hobo transposable ele-
ments within the Drosophila melanogaster species complex:
evidence from DNA sequencing.  Molec Biol Evol 1992,
9:1050-1060.
42. O'Brochta DA, Warren WD, Saville KJ, Atkinson PW: Hermes, a
functional non-drosophilid insect gene vector from Musca
domestica.  Genetics 1996, 142:907-914.
43. Rubin GM, Spradling AC: Genetic transformation of Drosophila
with transposable element vectors.  Science 1982, 218:348-353.
44. Spradling AC: P  element-mediated  transformation.  I n  Dro-
sophila A practical approach Edited by: Edited by Roberts DB. Oxford
and Washington, D. C.: IRL Press; 1986:175-198. 
45. Pinkerton AC, Michel K, O'Brochta DA, Atkinson PW: Green fluo-
rescent protein as a genetic marker in transgenic Aedes
aegypti.  Insect Molec Biol 2000, 9:1-10.
46. Guimond N, Bideshi DK, Pinkerton AC, Atkinson PW, O'Brochta
DA:  Patterns of Hermes  Transposition in Drosophila mela-
nogaster.  Mol Gen Genet 2003, 268:779-790.Publish with BioMed Central    and   every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published  immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Molecular Biology 2009, 10:108 http://www.biomedcentral.com/1471-2199/10/108
Page 15 of 15
(page number not for citation purposes)
47. Jasinskiene N, Coates CJ, Benedict MQ, Cornel AJ, Rafferty C, Sala-
zar-Rafferty C, James AA, Collns FH: Stable, transposon medi-
ated transformation of the yellow fever mosquito, Aedes
aegypti, using the Hermes element from the housefly.  Proc
Natl Acad Sci USA 1998, 95:3743-3747.
48. O'Brochta DA, Sethuraman N, Wilson R, Hice RH, Pinkerton AC,
LeVesque CS, Bideshi DK, Jasinskiene N, Coates CJ, James AA, et al.:
Gene vector and transposable element behavior in mosqui-
toes.  J Exp Biol 2003, 206:3823-3834.
49. Ashburner M: Drosophila: A laboratory manual.  Cold Spring
Harbor: Cold Spring Harbor Laboratory Press; 1989. 
50. Hirt B: Selective extraction of polyoma DNA from infected
mouse cell cultures.  J Mol Biol 1967, 26:365-369.
51. Sambrook J, Fritsch EF, Maniatis T: Molecular cloning: A labora-
tory manual.  Cold Spring Harbor: Cold Spring Harbor Laboratory
Press; 1989. 
52. O'Brochta DA: Mobility of P  elements in Drosophila mela-
nogaster  and related drosophilids.  Mol Gen Genet 1991,
225:387-394.
53. Laver TA: The  Hermes  transposable element: An in vitro
approach to understanding its in vivo behavior.  Riverside: Uni-
versity of California, Riverside; 2006. 
54. Bron S: Plasmids.  In Molecular biological methods for Bacillus Edited
by: Harwood CR, Cutting SM. New York: John Wiley & Sons;
1990:75-174. 
55. Horn C, Wimmer EA: A versatile vector set for animal trans-
genesis.  Dev Genes Evol 2000, 210:630-637.
56. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ: Basic local
alignment search tool.  J Mol Biol 1990, 215:403-410.
57. Tweedie S, Ashburner M, Falls K, Leyland P, McQuilton P, Marygold
S, Millburn B, Osumi-Sutherland D, Schroeder A, Seal R, et al.: Fly-
Base: enhancing Drosophila Gene Ontology annotations.
Nuc Acid Res 2009, 37:D555-D559.
58. Schneider TD, Stephens RM: Sequence logos: a new way to dis-
play consensus sequences.  Nuc Acid Res 1990, 18:6097-6100.
59. Crooks GE, Hon G, Chandonia JM, Brenner SE: WebLogo: A
sequence logo generator.  Genome Res 2004, 14:1188-1190.